. Position weight matrix of the Alu consensus. The total numbers of A, G, T, and C at each position with non-redundant hits for the 46 Alu subfamily members in the Dfam 1.3 database are shown. Position  1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  Consensus  G  G  C  C  G  G  G  C  G  C  G  G  T  G  G  C  T  C  A  C  A  0  0  0  0  0  0  0  0  0  0  0  0  0  0  0  0  0  0 996,723 15,084  G  996,723 996,723  0  0 996,723 996,723 996,723  0 996,723  0 996,723 996,723  0 996,723 996,723  0  0  0  0  0  T  0  0  0  1,130  0  0  0  0  0  0  0  0 996,723  0  0  0 996,723  0  0 198,332  C  0  0 996,723 995,593  0  0  0 996,723  0 996,723  0  0  0  0  0 996,723  0 996,723  0 783,307   Position  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  Consensus  G  C  C  T  G  T  A  A  T  C  C  C  A  G  C  A  C  T  T  T  A  0  0  0  0  0  0 Position  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59  60  Consensus  G  G  G  A  G  G  C  C  G  A  G  G  C  G  G  G  C  G  G  A  A  0 Position  101  102  103  104  105  106  107  108  109  110  111  112  113  114  115  116  117  118  119  120  Consensus  G  G  T  G  A  A  A  C  C  C  C  G  T  C  T  C  T  A  C  T  A  153,131  0 Position  121  122  123  124  125  126  127  128  129  130  131  132  133  -134  135  136  137  138  139  Consensus  A  A  A  A  A  T  A  C  A  A  A  A  A  -T  T  A  G  C  C  A  996,723 996,723 996,723 996,723 984,071  0 943,486  0 996,723 996,723 996,723 996,723 996,723 191,481  0  0 996,723  0  0  0  G  0  0  0  0  0  0  9,447  0  0  0  0  0  0  0  0  0  0 996,723  0  0  T  0  0  0  0  0 996,723 43,790 112,189  0  0  0  0  0  0 996,723 984,071  0  0  0 37,597  C  0  0  0  0 12,652  0  0 884,534  0  0  0  0  0  0  0  0  0  0 996,723 959,126   Position  140  141  142  143  144  145  146  147  148  149  150  151  152  153  154  155  156  157  158  159  Consensus  G  G  G  C  G  T  G  G  T  G  G  C  G  C  G  T  G  C  C  T  A  0  0  0  0  664  7,792 16,695  824  0  0  0  0 24,963  0 120,945  0  0  0  0  0  G  996,723 996,723 996,723  0 996,059  0 980,028 995,899  0 996,723 996,723  0 971,760 333,732 875,778  0 996,723  0  0  0  T  0  0  0  0  0 980,240  0  0 996,723  0  0 41,141  0  0  0 511,042  0  0  0 996,723  C  0  0  0 996,723  0  8,691  0  0  0  0  0 955,582  0 662,991  0 485,681  0 996,723 996,723  0   Position  160  161  162  163  164  165  166  167  168  169  170  171  172  173  174  175  176  177  -178  Consensus  G  T  A  A  T  C  C  C  A  G  C  T  A  C  T  C  G  G  -G  A  0  0 982,987 521,213  0  0  0  0 996,723  0  0  0 987,276  0  664  0  0  0  699  0  G  996,723  0 13,736 475,510  0  0  0  0  0 996,723  0  0  9,447  0  333  344 -253  254  255  256  257  258  259  260  261  262  263  264  265  -266  267  268  269  Consensus  - Position  270  271  272  273  274  275  276  277  278  279  280  281  282  283  284  285  286  287  288  289  Consensus  G  A  G  A  C  T  C  T  G  T  C  T  C  A  A  A  A  A  A  A  A  0 Position  1  2  3  4  5  6  7  8  9 10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  Nucleotide Mouse  0  0  0  0  0  2  2  2  2  4  30  26  31  28  34  43  32 240 242 270 931  83 113 119  16  45  32  31  29  2  Rat  0  0  0  0  0  0  0  0  0  0  24  19  27  32  40  42  40 226 187 172 616  81  92  94  15  37  32  27  25  0  Guinea pig  0  2  2  3  5  6  6  6  8 Table S3 . Prediction of secondary structures of heterodimers for forward and reverse primers. The primer names, e.g., "54F" and "206R" mean a forward and a reverse primer whose 5′ ends start from position 54 and 206 in the Alu model sequence, respectively. "5-3t,−5. Table S4 . Features of Alu-qPCR primers and probes and MegaBLAST searches for rodent and human genomes. In column "0", the numbers of 100%-matched hits of 20-nt subsequence (for a length of 20 nt or more) or of full-length sequence (for a length of 19 nt or less) are shown. In column "−1", the number of 100%-matched hits of 19-nt (for a length of 20 nt or more) or of length−1-nt (for a length of 19 nt or less) subsequences are shown. In column "−2", the number of 100%-matched hits of 18-nt (length of 20 nt or more) or of length−2-nt (for a length of 19 nt or less) subsequences are shown. The following search databases were used: mouse, Genome (all assemblies top-level, Annotation Release 106); rat, Genome (all assemblies, Annotation Release 106); guinea pig, Genome (Cavpor3.0 reference Annotation Release 102); human, Genome (all assemblies top-level, Annotation Release 108). * Tm values obtained without TaqMan-MGB effects. ** Hits include sequences within position 807-1566 in NW_007906637. Table S5 . Applicability of our criteria to Alu-qPCR primers and MegaBLAST searches for rodent and human genomes. In column "0", the numbers of 100%-matched hits of 20-nt subsequence (for a length of 20 nt or more) or full-length sequence (for a length of 19 nt or less) are shown. In column "−1", the number of 100%-matched hits of 19 nt (for a length of 20 nt or more) or length− . Standard curve for detecting human genomic DNA among a total of 100 ng of mixed genomic DNA from human and rat. qPCR was performed for duplicate samples in one run, and the mean C T value was plotted. For non-detected samples, the C T values were assumed to be 50 cycles. Negative control samples included TE buffer for the no-template control (NTC) and a sample of rat genomic DNA only (Rat). The threshold cycle of detection was set at 2 cycles below the C T value for the sample of rodent genomic DNA only (red dotted line), and the number of cycles is shown in red. The equation for linear approximation (blue line) and the R 2 value are also shown. 
